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These results suggest that wge is involved in epigenetic regulation, but its function is different from typical PcG and trxG.
In this study, to know whether wge maintains either silenced or active transcriptional states, we investigated the effects of wge mutation on PcG / trxG PcG/trxG response element (PRE / TRE)-mediated (PRE/TRE)-mediated gene regulations. Fab-7 is a genetically identified PRE / TRE PRE/TRE of the bithorax-complex. The analysis demonstrated that wge functions as trxG and maintains of active transcriptional state on at least one of PRE / TRE, PRE/ TRE, Fab-7. Next, we performed DNA microarray analysis in order to narrow down the target genes of wge. The analysis revealed that 581 genes was up-regulated and 494 genes was down-regulated by overexpression of wge in eye discs. These genes are candidates for targets of wge including the genes regulated epigenetically by wge in the eye to wing transformation. Now, we are trying to do ChIPon-chip analysis using wge-expression cells. The mammalian germline is known from several species to undergo extensive epigenetic reprogramming during embryonic development, including a nearly complete erasure of DNA methylation. In the murine embryo the erasure is initiated during migration of the primordial germ cells (PGCs) towards the forming gonadal tissue and by E12.5, the level is nearly zero. Mapping of the reprogramming event has hitherto been limited to the mouse.
In this study the genomewide DNA methylation in the primordial germ line was examined for the domestic pig. The porcine primordial germline is distinguishable by specific OCT4 expression from around 14 days post insemination (dpi) (pre-somite stage), where the expression of this pluripotency-related transcription factor decreases in all other cell types. In the period between 14 and 19 dpi, the PGCs are located in the yolk sac and the early hind gut mesentery. Subsequently, they migrate towards the genital ridges which they enter during a couple of days.
We have used semiquanitative semiquantitative immunohistochemistry to investigate the level of methylated DNA in the PGCs compared to neighbouring somatic cells in porcine embryos at 15, 17, 20, 21 and 28 dpi.
In agreement with the mouse model, a relatively lower level of DNA methylation is observed in the PGCs at 15 dpi, further decreasing until 21 dpi after which the level again rises. At 28 dpi, the level is comparable to that of PGCs at 17 dpi. Detailed statistic analysis of the data is being performed and hence, final conclusions will be presented on the poster. 
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